Probes sequence T15G 5'CAAGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGG TTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGGGCTG R100 5'AGCCGAAGTGAATTGGCAAGAGGGTTTGTACATCAAGTTGTCATTAGTTTGACT TCCCGGCTGATAATTCCGCCTTCTGAAGCTACCTGCGGTTACCGCT Cloning of protein genes TRF1 and TRF2 genes were obtained from pflagTRF1 and pBSKTRF2 and inserted in pTrcHisB (Invitrogen). All human constructs were obtained by PCR and inserted in pTrcHisB. Mouse acidic domain of TRF1 was obtained by PCR with the following set of primers and mouse genomic DNA as template. 5'GCGCTTTCGGTTCTCGAGGGCGGAGACGGTCTCCTCAG 5'CAGGCAGAGGAAAGCTTAGACTAGTCCCGCAGCCACGGCCTCCAC The PCR product was inserted in pTrcHisB TRF2ΔB between XhoI and SpeI sites. TRF1 chicken acidic domain was obtained with the following set of oligonucleotides (Eurogentec): 5'TCGAGCGAAGCGGGGAGGGAGCGGGAGGGTGGTTTGGTTCCGTTCTTGCCTTC AGCGTTGGCAGAAGCTGTGGCCGCGGACGGACTAGTATA And 5'AGCTTATACTAGTCCGTCCGCGGCCACAGCTTCTGCCAACGCTGAAGGCAAGAA CGGAACCAAACCACCCTCCCGCTCCCTCCCCGCTTCGC The dsDNA was inserted in pTrcHisB TRF2ΔB between XhoI and SpeI sites.
Supplementary
. Nature of the supercoils created by TRF2 and mutants. (A) AFM images of supercoiled pTelo2 (SC pTelo2, left panel), relaxed circular pTelo2 (RC pTelo2, middle panel) and RC pTelo2 incubated with 1 µM of TRF2 (RC pTelo2 + TRF2, right panel) 
. (B) and (C) enlarged images of the circled molecules in (A). (D) and (E)
Comparison between the supercoils in SC pTelo2 and RC pTelo2 incubated with TRF2. The lines correspond to the segments along which height was measured and plotted as profiles shown below. The numbers and arrows correspond to the peaks in the profiles. The height allows the determination of which strand is below and therefore the orientation of the coil (right-handed or left-handed). (E) and (F) Schematic representation of the coils in SC pTelo2 and RC pTelo2 incubated with TRF2: left-handed for the former and right-handed for the latter. showing: the relative stimulation of invasion calculated at maximum using TRF2 as reference (100 %) and the relative increase in SPR response also using TRF2 as reference. Figure S4 . Each of the groups of TRF, TRF1 and TRF2 sequences is monophyletic. Altogether , they are associated in a monophyletic group, the long branch indicating that they are clearly distinct from the other My sequences. Phylogenetic tree reconstruction using the maximum likelihood (ML) method . The robustness of the obtained tree topology was assessed with 1000 bootstrap replicates. The ML tree were obtained with PhyML using a JTT model, a discrete gamma model with 4 categories, a gamma shape parameter of 2 and a ML estimate of the proportion of invariable sites. Figure S5 . Alignment of the Myb-like/telobox domain in TRF1 and TRF2 proteins. Cons1_ and Cons2_ correspond to TRF1 and TRF2 consensus sequences (60%) obtained for the primates, the two rodents rat and mouse, and the rest of the available mammals. TRF1_Consensus and TRF2_Consensus (80%) were obtained using the Cons1_ or Cons2_ sequences as well the other sequences given in the alignment. Comparing TRF1_Consensus and TRF2_Consensus sequences one can find residues that differentiate TRF1 from TRF2, and inversely, therefore defining a specific signature for each protein.
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Supplementary Figure S6 . List of accession numbers used for the alignment of Figure 3 . The accession number and the corresponding species are listed in the same order as seen in the alignment of Figure 3 .
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